Sequence

L109A
5'-GAAGCTGCGCTGACCAACGTGGATGCCGCCAACCTGCC-3'
L110A
5'-GGCGTTGAAGCTCTGGCAACCAACGTCGATGCC-3'
E107R
5'-GGCGATGATTGGCGTTCGTGCTCTGCTGACCAACGTCG-3'
D114R
5'-GCTGACCAACGTCCGTGCCGCCAACCTGCCACGAC-3'
R120E
5'-GCCGCCAACCTGCCAGAACCACTTGTCAAATGG-3'
a Underlined segment indicates codon being mutated Loss of salt bridge, and introduction of steric bulk and charge-charge repulsion
D114R
Carboxylate group of the side chain is in a salt bridge with the guanidinium of Arg120
Loss of salt bridge, and introduction of steric bulk and charge-charge repulsion
R120E
Guanidinium group of group of the side chain is in a salt bridge with carboxylate of Asp120
Loss of salt bridge, and introduction of charge-charge repulsion
R141E
Guanidinium group of group of the side chain is in a salt bridge with carboxylate of Glu107
Loss of salt bridge, and introduction of charge-charge repulsion 14.3e). Apparent molecular weights agree well with theoretical and measured (SEC-MALS) experiments. The frictional ratio (f/f0) is an approximation that all the species in the c(s) distribution have the same weight average f/f0. The f/f0 for wtBFDC and its variants did not deviate much from a globular ternary structure. 
